Supplementary Figures
. A flowchart of taxonomic and functional analysis pipeline used in this study.
(1) Quality control. High-quality paired-end reads were obtained after filtering human and low-quality reads. (2) Taxonomic and functional analyses. High-quality reads were merged to ~180 bp sequences according to the overlap of the 2 × 100 bp PE reads. The 16S rRNA gene sequences were extracted from the datasets of each sample group (Z, PZ, H-1, and H-2) and were classified using the RDP classifier.
Non-rDNA sequences were BLASTed with the NCBI non-redundant (NR) sequence 
